ABSTRACT Asinibacterium sp. strains OR43 and OR53 belong to the phylum Bacteroidetes and were isolated from subsurface sediments in Oak Ridge, TN. Both strains grow at elevated levels of heavy metals. Here, we present the closed genome sequence of Asinibacterium sp. strain OR53 and the draft genome sequence of Asinibacterium sp. strain OR43.
quences, while Asinibacterium sp. strain OR53 had 2,464 proteins with predicted functions out of 3,281 protein-coding sequences. The genomes contained predicted heavy-metal efflux pumps and sensing proteins. The average nucleotide identity (ANI) between the genomes was calculated with the Microbial Species Identifier (MiSI) method (23) at 96.4%, which indicated that the genomes were the same species and very closely related. Further analysis is needed to determine the mechanism of Asinibacterium spp. to withstand and grow in the presence of uranium.
Data availability. This whole-genome project has been deposited at DDBJ/EMBL/ GenBank under the accession numbers ATYE00000000 (Asinibacterium sp. strain OR43) and AZXP00000000 (Asinibacterium sp. strain OR53). The raw reads were deposited in the SRA under SRP078705 (Asinibacterium sp. strain OR53) and SRP078706 (Asinibacterium sp. strain OR43).
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